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BA000043 987 bp DNA linear BCT 04-DEC-2004 

Geobacillus kaustophilus HTA426 DNA, complete genome. 
BAG00043 REGION: 38997.. 39983 
BAG00043. 1 GI:56378377 

Geobacillus kaustophilus HTA426 
Geobacillus Jcajjj3l^oj3^^ 

Bacteria; Firmicutes; Bacillales; Bacillaceae; Geobacillus. 

Takami,H., Takaki,Y., Chee,G.J*, Nishi,S., Shimamura, S . , Suzuki, H., 
Matsui,S. and Uchiyama,I. 

Thermoadaptation trait revealed by the genome sequence of 
thermophilic Geobacillus kaustophilus 
(er) Nucleic Acids Res. 32 (21), 6292-6303 (2004) 
1 557 6355 

2 (bases 1 to 987) 
Takami,H., Takaki,Y. and Chee,G. 

Direct Submission , 
Submitted { 25- JUN-2003) Hideto Takami, Japan Marine Science and 
Technology Center, Microbial Genome Analysis Research Group; 2-15 
Natsushima-cho, Yokosuka, Kanagawa 237-0061, Japan 
( E-mail : takamih@ j amstec . go op , 

URL:http: //www. j amstec. go . jp/ j amstec-e/bio/exbase . html, 
Tel: 81-4 6-8 67-964 3, Fax:81-4 6-8 67-964 5) 
Location /Qualifiers 
1- . 987 

/organism-"Geobacillus kaustophilus HTA426" 
/mol_type="genomic DNA" 
/strain="HTA426" 

/isolation_^source="isolated from the deepest Ocean 
/db__xref="taxon: 235909" 
/note="thermophiie" 
1. .987 

/locus_tag="GK0025" 
1. . 987 

/locus_tag-"GK0025" 
/ EC_numbe r- " 2.7.7. 7 " 
/codon_start=l 
/transl table-li 

/product-"DNA-directed DNA polymerase III delta subumt 
/pr o t e in_id- " BAD7 431 0^1 " 
/db xref="GI: 56378402" 

/translation^ "MRWEQLAKRQPVVAKMLQSGLEKGRISHAYLFEGQRGTGKKAAS 

L LLAKRL FCL S P I G VS PCLECRNCRRI DS GNH PDVRVI S P DGGS I KKEQ I EWLQQE FS 
KTAVESDKKMYIVEHADQMTTSAANSLLKFLEEPHPGTVAVLLTEQYHRLLGTIVSRC 
QVLSFRPLPPAELAQGLVEEHVPLPLALLAAHLTNSFEEALALAKDSWFAEARTLVLQ 
WYEMLGKPELQLLFFIHDRLFPHFLESHQLDLGLDLLLYLYRDLLHIQAGQMDGVLYR 

http://www.^ 
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atgcgatggg 
ttggaaaaag 
aaagcggcca 
ccgtgtctag 
gtgatcagcc 
ttctcgaaaa 
atgacgacaa 
gtggcggtat 
caagtgcttt 
cacgtgccgt 
ctggcgcttg 
gagatgctgg 
cattttttgg 
gatttgttgc 
cgcctgcaac 
attttacaag 
cagctcgttc 



aacagctagc 
ggcggatttc 
gtttgttgtt 
agtgccgcaa 
cagacggagg 
cagcggtcga 
gcgctgccaa 
tgctgactga 
cgttccggcc 
tgccgttggc 
ccaaagatag 
gcaagccgga 
aaagccat ca 
atattcaagc 
gatgggcgct 
cgaaaacgcg 
ttcaattaaa 



gaaacgccag 
tcatgcgtac 
ggcgaaacgt 
ctgccggcgc 
atcaatcaaa 
gtcggataaa 
cagccttctg 
gcaataccac 
gttgccgccg 
gctgttggct 
ttggtttgcc 
gctgcagctt 
gcttgacctt 
cgggcagatg 
tgcttgcccg 
tttaaataca 
gcggtaa 



ccggtggtgg 
ttgtttgagg 
ttgttttgtc 
atcgactccg 
aaggaacaaa 
aaaatgtaca 
aaatttttgg 
cgcctgctag 
gcagagctcg 
gcccatttga 
gaggcgcgaa 
ttgtttttca 
ggacttgatt 
gacggcgtgt 
cagcggcgga 
acgaatatga 



cgaaaatgct 
ggcagcgggg 
tgtccccaat 
gcaaccaccc 
tcgaatggct 
tcgttgagca 
aagagccgca 
ggacgatcgt 
ctcagggact 
caaacagctt 
cattagtgct 
tccacgaccg 
tgcttttata 
tataccgcga 
ttttggctgg 
gcacggcgtt 



gcaaagcggc 
gacgggcaaa 
cggagtttcc 
tgacgtccgg 
gcagcaagag 
cgccgatcaa 
tccggggacg 
ttcccgctgt 
tgtcgaggag 
cgaggaagca 
acaatggtat 
cttgtttccg 
tttataccgc 
tcagctggac 
catggaagcg 
gcttgttgag 
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